ABSTRACT Serratia marcescens is an opportunistic human pathogen with multiple resistance mechanisms that infects hospitalized patients. Here, we report the full genome sequence of S. marcescens podophage Parlo. Parlo is most similar to Erwinia phage PEp14 and encodes a 3,764-residue protein assumed to be a homolog of DarB, an antirestriction protein.
QBQ72230). The corresponding gene matches several InterProScan domains, including helicase domains (e.g., InterProScan domain IPR027417), methyltransferase domains (IPR029063), an N-terminal transglycosylase domain (IPR008258), and acyltransferase domains (e.g., IPR000182). These domains were previously observed in DarB homologs of Bcep22-like phages, which suggests that this protein is a homolog of phage P1 DarB (GenBank accession no. YP_006479), an antirestriction protein that protects phage DNA upon infection (17) . Using progressiveMauve 2.4.0 (18), we compared Parlo to other phages and found it to be most similar to Erwinia phage PEp14 (GenBank accession no. JN585957), with only 33 similar proteins and 20.2% nucleotide similarity. Parlo also shares similarities (19 to 21 proteins and 7.2 to 7.4% nucleotide identities) with three Burkholderia sp. phages, BcepIL02 (FJ937737), Bcepmigl (JX104231), and DC1 (JN662425). Like Parlo, BcepIL02 possesses a DarB homolog. Parlo has a class III holin and embedded spanin genes for lysis.
Data availability. The genome sequence and associated data for phage Parlo were deposited in GenBank under the accession no. MK618715, BioProject no. PRJNA222858, SRA no. SRR8869229, and BioSample no. SAMN11360383.
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